The dataset presented in this article describes microarray experiment of Auxin-binding protein 57, Abp57-overexpressing transgenic rice. The gene expression profiles were generated using Affymetrix GeneChip® Rice (Cn) Gene 1.0 ST Arrays. Total RNA from seedlings tissue of transgenic rice and wildtype, which serve as control were used as starting materials for microarray experiment. Detailed experimental methods and data analysis were described here. The raw and normalized microarray data were deposited into Gene Expression Omnibus (GEO) under accession number GSE99055.
a b s t r a c t
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& Provide data basis for identification of genes that might be involved in auxin-regulated activities.
Guidance for further experiments in analysing biological processes regulated by Abp57.
Data
Total RNA was isolated from Abp57-overexpressing rice and control seedlings that were grown under controlled condition for ten days. Affymetrix microarray GeneChip procedures were used to obtain global gene expression profiles of the transgenic rice. The raw and processed data are accessible at NCBI GEO DataSets (doi: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc ¼GSE99055).
Experimental design, materials and methods

Plant material and RNA extraction
T3 seeds of Abp57-overexpressing rice obtained through Agrobacterium-mediated transformation [1] were used as starting material in this experiment. The control and transgenic rice seeds were surface sterilized and grown on MS media for ten days under controlled condition.
Total RNA was extracted from seedlings of Abp57-overexpressing rice and control using TRIzol 
Microarray data normalization and processing
The microarray was conducted with Rice (Cn) Gene 1.0 ST Array (ssp. indica) according to manufacturer recommended protocol (Affymetrix, Santa Clara, USA). The CEL files generated were imported into Affymetrix® Expression Console™ Software for normalization using Robust Multiarray Analysis (RMA) method [2] to ensure the comparability of the relative log expression signal (RLE) across all samples (Fig. 1a) . Principal component analysis (PCA) showed that the gene expression of Abp57-overexpressing rice was distinguishable from the control (Fig. 1b) .
The CHP files generated from normalization were subsequently loaded into Transcriptome Analysis Console (TAC) Software for obtaining differential gene expression data using one-way ANOVA (unpaired) and default filter criteria of fold change 4|2| with ANOVA p-value of less than 0.05. Overexpression of Abp57 has resulted significant changes in gene expression of transgenic rice as shown in volcano plot and heat-map (Fig. 2) . A total of 90 genes were up-regulated and 31 genes were down-regulated in Abp57-overexpressing rice compared to control (Supplement 1). 
